The male-specific part of the Y-chromosome is in mammalian and many other species the 50 longest haplotype that is inherited without recombination. By its paternal transmission it has a 51 small effective population size in species with dominant males. In several species, Y-52 chromosomal haplotypes are sensitive markers of population history and introgression.
Introduction

73
Because of its absence or recombination, the male part of the mammalian Y-chromosomes 74 is by far the longest haplotype that is stably transmitted across generations (Hughes et al., 75 2015). Together with its inheritance from father to son, it is a highly informative marker for 76 the paternal origin of species, populations or individuals with a much stronger 77 phylogeographic differentiation than observed for mitochondrial or autosomal DNA. The In this study, we use whole-genome sequences (WGSs) to systematically characterize the 107 SNP-level variation in a large part of the single-copy male-specific part of the caprine Y-108 chromosome. In addition, we determined the Y-chromosomal haplogroups in goats 109 originating from several European, Asian or African countries, in ancient goat DNA samples 110 and in the wild bezoar. We observed a strong phylogeographic structure as the result of 111 paternal bottlenecks during the Neolithic migrations and found evidence for recent 112 introgressions in Asian landraces, which is essential information for breed management and 113 conservation. We selected four Y-chromosomal scaffolds carrying single-copy genes without the 120 UMN2303 Y-chromosomal repeat ( Table 2 ). From the Short Read Archive (SRA) a VCF file 121 containing the sequences of these scaffolds in 70 male goats ( Table 3) We differentiating the major Y-chromosomal haplogroups Y1AA, Y1AB, Y1B, Y2A and 131 Y2B for 1720 domestic goats from 132 breeds by combining data from several sources as 132 detailed per breed in Table 4 : Table 5 . (Table 4 ). with the strongest bottlenecks along the northernmost migrations.
192
-Y1AA is sporadic in Europea and has been observed also in Neolithic Serbia (ca. 6,000 193 BCE), but is present in Asia (Fig. 3) .
194
Deviations from the general pattern may very well reflect major introgressions. A well- The authors declare that the research was conducted in the absence of any commercial or 210 financial relationships that could be construed as a potential conflict of interest. Table 5 . Primers for amplification and dideoxy sequencing of DBY, SRY and ZFY fragments and genomic coordinates of sequence covered by the sequence reads excluding the primer sequences.
